and Bacillus thermoruber (3), the other seven reclassified Bacillus species were all identified from different strains of B. brevis by three independent taxonomic studies of B. brevis strains (4) (5) (6) .
Because of the above-mentioned taxonomic history and no available genomic information for B. formosus, its type strain, F12 T , was selected as one of the research objects in our genomesequencing project for genomic taxonomy and phylogenomics of Bacillus-like bacteria. The strain F12 T was deposited in seven culture collection organizations under the following numbers: ATCC 51669, CIP 104544, DSM 9885, IFO (now NBRC) 15716, JCM 9169, LMG 16010, and NRRL NRS-863. Furthermore, it was demonstrated that some strains of B. formosus exhibited promising application prospects. B. formosus BISR-1, isolated from the Great Indian Desert soils, has biocontrol potential against phytopathogenic fungi and can produce a hyperthermostable chitinase that retains a half-life of Ͼ5 h at 100°C (7). B. formosus BN53-1 was found to possess the potential to treat livestock and poultry feces for odor control due to its hydrogen sulfidedecomposing activity (8) .
The genome sequencing of B. formosus F12 T was performed via the Illumina HiSeq 2500 system. Two different DNA libraries with insert sizes of 500 and 3,000 bp were constructed and sequenced. After filtering of the 1.23 Gb of raw data, the 1,008-Mb clean sequence data were obtained, providing approximately 150-fold coverage. The reads were assembled via the SOAPdenovo software version 1.05 (9) . Through the data assembly, 26 scaffolds consisting of 6,215,362 bp were obtained, and the scaffold N 50 was 759,282 bp. The average length of the scaffolds was 239,052 bp, and the longest and shortest scaffolds were 1,166,708 bp and 1,270 bp, respectively. Moreover, 93.00% clean reads were aligned back to the genome, by which 99.95% of the genome sequence was covered.
Annotation of the genome was performed using the NCBI Prokaryotic Genomes Automatic Annotation Pipeline (PGAAP) utilizing the GeneMark, Glimmer, and tRNAscan-SE tools (10) . A total of 5,765 genes were predicted, including 5,486 coding sequences (CDS), 118 pseudogenes, 152 tRNAs, and 8 rRNA genes. There were 4,013 and 2,497 genes assigned to COG and the KEGG database, respectively. Also, one clustered regularly interspaced short palindromic repeat (CRISPR) array was found in the draft genome. The average DNA GϩC content was 47.42%, being compatible with the value 47.2 mol% acquired by high-performance liquid chromatography (HPLC) determination (5) .
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession no. LDCN00000000. The version described in this paper is version LDCN01000000.
